DNA methylation by PCA Plot
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TCGA Pan-glioma RPPA analysis

1.
? Legend for the Heatmaps
]
= Pan-glioma
§ RNAseq Clusters IDH status
= LGr1 m Mutant
5.68K "
RPPA Cluster ! = LGr2 Wild type
;ul;gstatus 3 = LGr3
P19q 7 = |Gr4
. Tumor type I ’I Published subtypes
jé o .| == Tumor Type (GBM and LGG)
®m LGG (Gradelllll) & |pHmut-non—codel
j Dot 50315 PN S5 50 s 3018 o GBM (GradelV) |DHwt
h Pan-glioma = IDHmut-codel
e 72t o fCN Clusters unclassified
= | Gfcl = Proneural
= | Gfc2 = Mesenchymal
= LGfc3 m G-CIMP
G Pan-glioma m Classical
£ o CNV Clusters = Neural
€ i i) m LGel
¢ T = 3 = LGc2 Pan-glioma
E - =3 “ LGe3 DNA Meth. Clusters
; g_ = |LGc4 = LGm1
ng %5 = LGc5 = LGm2
4{:[ G Ad 17} Tumor = LGc6 ®m LGm3
Lé - b : ) . 7o Pan-glioma = tgm“
£ e . RPPA analysis m5
E Y m K1 = LGmé
£ UNCL
[E 168 K2
¢ 1z Codel 1p19q
2 m  codel
& 56 3  non-codel
i EnS . ﬁ.
= & =
0

IDH



